Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.009 Å; disorder in solvent or counterion; R factor = 0.058; wR factor = 0.162; data-toparameter ratio = 6.9.
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Hydrogen-bond geometry (Å , ) . Symmetry codes: (i) x; y; z À 1; (ii) Àx þ 3; y À 
Comment
The coordination chemistry of 8-hydroxyquinoline and its derivatives is well studied (Cai et al., 2003; Chen et al., 2005; Park et al., 2006; Karmakar et al. 2007 ). In the course of our studies searching for good extractants of metal ions, the title compound, (I), was synthesized and its crystal structure determined. The asymmetric unit comprises two independent molecules which differ in conformation and a water molecule with a 50% site occupancy factor. In one molecule, the conformation along the O1-C10-C11-C12-C13-N2-N3-C14 bond sequence is (+)gauche-trans-trans-(+)gauchetrans, whereas in the second molecule the conformation is (-)gauche-trans-trans-(-)gauche-trans along the corresponding O3-C29-C30-C31-C32-N6-N7-C33 bond sequence. Despite these differences, the dihedral angles between the mean planes of the pyridine and quinoline rings are not very different, i.e. 67.4 (3)° and 68.0 (2)° for the molecules containing atoms O1 and O3, respectively. The two independent molecules are linked to a supermolecular 2D array via N-H···N hydrogen bonds supported by C-H···O contacts, Table 1 . Each partially occupied water molecules is connected to a layer via a O-H···O hydrogen bond.
Experimental 4-(Quinolin-8-yloxy)butanohydrazide (0.01 mol), 4-pyridylaldehyde (0.01 mol), ethanol (40 ml) and some drops of acetic acid were added to a 100 ml flask, and refluxed for 8 h. After cooling to room temperature, the mixture was filtered. 
Refinement
All H atoms were placed in idealized positions (C-H = 0.93-0.97 Å, N-H = 0.86 Å and O-H = 0.85 Å) and refined in the riding model approximation with U iso (H) = 1.2U eq (C or N) and U iso (H) = 1.5U eq (O). The water molecule was included in the model with a 50% site occupancy factor based on elemental analysis and refinement. In the absence of significant anomalous scattering effects, X Friedel pairs were averaged in the final refinement. Figures   Fig. 1 . The molecular structures of the two independent molecules and the water molecule of crystallization (50% site occupancy) in (I), showing atom numbering scheme and displacement ellipsoids at the 30% probability level. Hydrogen site location: inferred from neighbouring sites Least-squares matrix: full H-atom parameters constrained 
